09/214982 



SeOR8C 9 dPCT/PTi 14 JAN 1999 

PATENT 

ATTORNEY DOCKET NO. 50026/014001 



Certificate of Mailing: Date of Deposit: 1/14/99 Label No: EE632539963US 

I hereby certify under 37 CFR 1.10 that this correspondence is being deposited with the United States Postal 
Service as EXPRESS MAIL with sufficient postage on the date indicated above and is addressed to: Box PCT, 
Assistant Commissioner of Patents, Washington, D.C. 2023 L 



Sandra Marxen 



Printed name of person mailing correspondence / Signature of perfeprf nrailinf correspondence 





IN THE UNITED STATES PATENT AND TRADEMARK OFFICE 



Applicant: Hirata et al. Art Unit: Unknown 

Serial No.: Unknown Examiner: Unknown 

Filed: January 14, 1999 

Title: NOVEL VEGF-LIKE FACTOR 

BOX PCT 

Assistant Commissioner of Patents 
Washington, D.C. 20231 

STATEMENT UNDER 37 CFR §1.821 
As part of the patent application filed herewith, enclosed is a sequence listing in 
accordance with the requirements of 37 CFR §§1.822 and 1.823 and consisting of 13 
sheets. 

As required by 37 CFR 1 .821(c), the sequence listing appears as a separate part of 
the application and is found after the Combined Declaration and Power of Attorney. 
Each sequence in the application appears separately in the sequence listing. And each 
sequence in the sequence listing is assigned a separate sequence identifier. 

As required by 37 CFR §1.82 1(d), the sequence identifiers are used throughout the 



application description and claims to refer to their respective sequences. 

As required by 37 CFR 1.821(e), enclosed is a diskette containing a copy of the 
sequence listing in computer readable form. 

As required by 37 CFR §1.82 1(f), I hereby state that the contents of the computer 
readable form are the same as the contents of the paper copy. 

If there are any charges, or any credits, please apply them to Deposit Account No. 
03-2095. 

Respectfully submitted, 

Date: jL^^/^f jS^^ft. C 7?l^jL*^ 

0 S Paul T.Clark ***** /*• Wi^hcuU 

Reg. No. 30,162 Nc. Hr2 ( Us 

Clark & Elbing LLP 
176 Federal Street 
Boston, MA 021 10 
Telephone: 617-428-0200 
Facsimile: 617-428-7045 

\\Ceserver\documents\50026\50026.014001 SEQUENCE STATEMENT.wpd 



SEQUENCE LISTING 
<110> Chugai Research Institute for Molecular Medicine, Inc. 
<120> Novel VEGF-like Factor 

<130> 50026/014001 

<150> 8-185216 Japan 
<151> 1996-07-15 

<160> 27 

<170> FastSEQ for Windows Version 3.0 ' 

<210> 1 
<211> 354 
<212> PRT 

<213> Homo sapiens 
<400> 1 

Met Tyr Arg Glu Trp Val Val Val Asn Val Phe Met Met Leu Tyr Val 

15 10 15 

Gin Leu Val Gin Gly Ser Ser Asn Glu His Gly Pro Val Lys Arg Ser 

20 25 30 

Ser Gin Ser Thr Leu Glu Arg Ser Glu Gin Gin lie Arg Ala Ala Ser 

35 40 45 

Ser Leu Glu Glu Leu Leu Arg lie Thr His Ser Glu Asp Trp Lys Leu 

50 55 60 

Trp Arg Cys Arg Leu Arg Leu Lys Ser Phe Thr Ser Met Asp Ser Arg 
65 70 75 80 

Ser Ala Ser His Arg Ser Thr Arg Phe Ala Ala Thr Phe Tyr Asp lie 

85 90 95 

Glu Thr Leu Lys Val lie Asp Glu Glu Trp Gin Arg Thr Gin Cys Ser 

100 105 110 

Pro Arg Glu- Thr Cys Val Glu Val Ala Ser Glu Leu Gly Lys Ser Thr 

115 120 125 

Asn Thr Phe Phe Lys Pro Pro Cys Val Asn Val Phe Arg Cys Gly Gly 

130 135 140 

Cys Cys Asn Glu Glu Ser Leu lie Cys Met Asn Thr Ser Thr Ser Tyr 
145 150 155 160 

lie Ser Lys Gin Leu Phe Glu lie Ser Val Pro Leu Thr Ser Val Pro 

165 170 175 

Glu Leu Val Pro Val Lys Val Ala Asn His Thr Gly Cys Lys Cys Leu 

180 185 190 

Pro Thr Ala Pro Arg His Pro Tyr Ser lie lie Arg Arg Ser lie Gin 

195 200 205 

lie Pro Glu Glu Asp Arg Cys Ser His Ser Lys Lys Leu Cys Pro lie 
210 215 220 



1 



9 



Asp Met 
225 

Asn Pro 

Leu Cys 

Cys Lys 

Ser Cys 
290 
Lys Leu 
305 

His Thr 
Arg Phe 
Asn Pro 



Leu Trp 

Leu Ala 

Gly Pro 
260 
Thr Pro 
275 

Phe Glu 

Phe His 

Arg Pro 

Pro Lys 
340 



Asp Ser 
230 
Gly Thr 
245 

His Met 

Cys Pro 

Cys Lys 

Pro Asp 
310 
Cys Ala 
325 

Glu Lys 



Asn Lys Cys 

Glu Asp His 

Met Phe Asp 
265 

Lys Asp Leu 

280 
Glu Ser Leu 
295 

Thr Cys Ser 

Ser Gly Lys 

Arg Ala Ala 
345 



Lys Cys 
235 
Ser His 
250 

Glu Asp 

He Gin 

Glu Thr 

Cys Glu 
315 
Thr Ala 
330 

Gin Gly 



Val Leu 

Leu Gin 

Arg Cys 

His Pro 
285 
Cys Cys 
300 

Asp Arg 
Cys Ala 
Pro His 



Gin Glu Glu 
240 

Glu Pro Ala 

255 
Glu Cys Val 
270 

Lys Asn Cys 

Gin Lys His 

Cys Pro Phe 
320 

Lys His Cys 
335 

Ser Arg Lys 
350 



<210> 2 

<211> 2034 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (403) . . . (1464) 



<400> 2 

ccagctttct gtarctgtaa gcattggtgg ccacaccacc tccttacaaa gcaactagaa 60 

cctgcggcat acattggaga gattttttta attttctgga caygaagtaa atttagagtg 12 0 

ctttcyaatt tcaggtagaa gacatgtcca ccttctgatt atttttggag aacattttga 180 

tttttttcat ctctctctcc ccacccctaa gattgtgcaa aaaaagcgta ccttgcctaa 240 

ttgaaataat ttcattggat tttgatcaga actgatcatt tggttttctg tgtgaagttt 3 00 

tgaggtttca aactttcctt ctggagaatg ccttttgaaa caattttctc tagctgcctg 360 

atgtcaactg cttagtaatc agtggatatt gaaatattca aa atg tac aga gag 414 

Met Tyr Arg Glu 
1 



fc 99 9ta gtg gtg aat gtt ttc atg atg ttg tac gtc cag ctg gtg cag 462 
Trp Val Val Val Asn Val Phe Met Met Leu Tyr Val Gin Leu Val Gin 
5 10 15 20 



ggc tec agt aat gaa cat gga cca gtg aag cga tea tct cag tec aca 510 

Gly Ser Ser Asn Glu His Gly Pro Val Lys Arg Ser Ser Gin Ser Thr 

25 30 35 

ttg gaa cga tct gaa cag cag ate agg get get tct agt ttg gag gaa 55 8 

Leu Glu Arg Ser Glu Gin Gin He Arg Ala Ala Ser Ser Leu Glu Glu 

40 . 45 50 



2 



9 



eta ctt cga 
Leu Leu Arg 
55 

ctg agg etc 
Leu Arg Leu 
70 

egg tec act 
Arg Ser Thr 
85 

gtt ata gat 
Val He Asp 



tgc gtg gag 
Cys Val Glu 



aag ccc cct 
Lys Pro Pro 
135 

gag age ctt 
Glu Ser Leu 
150 

etc ttt gag 
Leu Phe Glu 
165 

gtt aaa gtt 
Val Lys Val 



cgc cat cca 
Arg His Pro 



gat cgc tgt 
Asp Arg Cys 
215 

gat age aac 
Asp Ser Asn 
230 

gga aca gaa 
Gly Thr Glu 
245 



att act cac 
He Thr His 



aaa agt ttt 
Lys Ser Phe 



agg ttt gcg 
Arg Phe Ala 
90 

gaa gaa tgg 
Glu Glu Trp 
105 

gtg gee agt 
Val Ala Ser 
120 

tgt gtg aac 
Cys Val Asn 



ate tgt atg 
He Cys Met 



ata tea gtg 
He Ser Val 
170 

gee aat cat 
Ala Asn His 
185 

tac tea att 
Tyr Ser He 
200 

tec cat tec 
Ser His Ser 



aaa tgt aaa 
Lys Cys Lys 



gac cac tct 
Asp His Ser 
250 



tct gag gac 
Ser Glu Asp 
60 

ace agt atg 
Thr Ser Met 
75 

gca act ttc 
Ala Thr Phe 



caa aga act 
Gin Arg Thr 



gag ctg ggg 
Glu Leu Gly 
125 

gtg ttc cga 
Val Phe Arg 
140 

aac ace age 
Asn Thr Ser 
155 

cct ttg aca 
Pro Leu Thr 



aca ggt tgt 
Thr Gly Cys 



ate aga aga 
He Arg Arg 
205 

aag aaa etc 
Lys Lys Leu 
220 

tgt gtt ttg 
Cys Val Leu 
235 

cat etc cag 
His Leu Gin 



tgg aag ctg 
Trp Lys Leu 



gac tct cgc 
Asp Ser Arg 
80 

tat gac att 
Tyr Asp He 
95 

cag tgc age 
Gin Cys Ser 
110 

aag agt ace 
Lys Ser Thr 



tgt ggt ggc 
Cys Gly Gly 



ace teg tac 
Thr Ser Tyr 
160 

tea gta cct 
Ser Val Pro 
175 

aag tgc ttg 
Lys Cys Leu 
190 

tec ate cag 
Ser He Gin 



tgt cct att 
Cys Pro He 



cag gag gaa 
Gin Glu Glu 
240 

gaa cca get 
Glu Pro Ala 
255 



tgg aga tgc 
Trp Arg Cys 
65 

tea gca tec 
Ser Ala Ser 



gaa aca eta 
Glu Thr Leu 



cct aga gaa 
Pro Arg Glu 
115 

aac aca ttc 
Asn Thr Phe 
130 

tgt tgc aat 
Cys Cys Asn 
145 

att tec aaa 
He Ser Lys 



gaa tta gtg 
Glu Leu Val 



cca aca gee 
Pro Thr Ala 
195 

ate cct gaa 
He Pro Glu 
210 

gac atg eta 
Asp Met Leu 
225 

aat cca ctt 
Asn Pro Leu 



etc tgt ggg 
Leu Cys Gly 



agg 606 
Arg 



cat 654 
His 



aaa 702 

Lys 

100 

acg 750 
Thr 



ttc 798 
Phe 



gaa 846 
Glu 



cag 8 94 

Gin 



cct 942 

Pro 

180 

ccc 990 
Pro 



gaa 1038 
Glu 



tgg 1086 
Trp 



get 1134 
Ala 



cca 1182 

Pro 

260 



3 



cac atg atg ttt gac gaa gat cgt tgc gag tgt gtc tgt aaa aca cca 12 3 0 

His Met Met Phe Asp Glu Asp Arg Cys Glu Cys Val Cys Lys Thr Pro 
265 270 275 

tgt ccc aaa gat eta ate cag cac ccc aaa aac tgc agt tgc ttt gag 12 78 

Cys Pro Lys Asp Leu lie Gin His Pro Lys Asn Cys Ser Cys Phe Glu 
280 285 290 

tgc aaa gaa agt ctg gag acc tgc tgc cag aag cac aag eta ttt cac 1326 
Cys Lys Glu Ser Leu Glu Thr Cys Cys Gin Lys His Lys Leu Phe His 
295 300 305 

cca gac acc tgc age tgt gag gac aga tgc ccc ttt cat acc aga cca 13 74 

Pro Asp Thr Cys Ser Cys Glu Asp Arg Cys Pro Phe His Thr Arg Pro 
310 315 320 

tgt gca agt ggc aaa aca gca tgt gca aag cat tgc cgc ttt cca aag 1422 
Cys Ala Ser Gly Lys Thr Ala Cys Ala Lys His Cys Arg Phe Pro Lys 
325 330 335 340 

gag aaa agg get gee cag ggg ccc cac age cga aag aat cct 14 64 

Glu Lys Arg Ala Ala Gin Gly Pro His Ser Arg Lys Asn Pro 
345 350 

tgattcagcg ttccaagttc cccatccctg tcatttttaa cagcatgetg etttgecaag 1524 

ttgctgtcac tgtttttttc ccaggtgtta aaaaaaaaat ccattttaca cagcaccaca 1584 

gtgaatccag accaaccttc cattcacacc agctaaggag tccctggttc attgatggat 1644 

gtcttctagc tgeagatgee tctgcgcacc aaggaatgga gaggagggga cccatgtaat 17 04 

ccttttgttt agttttgttt ttgttttttg gtgaatgaga aaggtgtgct ggtcatggaa 1764 

tggcaggtgt catatgactg attactcaga gcagatgagg aaaactgtag tctctgagtc 1824 

etttgetaat cgcaactctt gtgaattatt ctgattcttt tttatgeaga atttgattcg 1884 

tatgatcagt actgactttc tgattactgt ccagcttata gtcttccagt ttaatgaact 1944 

accatctgat gtttcatatt taagtgtatt taaagaaaat aaacaccatt attcaagtct 2004 

<210> 3 

<211> 16 

<212> PRT 

<213> Homo sapiens 

<400> 3 

Cys Gly Pro Asn Lys Glu Leu Asp Glu Asn Thr Cys Gin Cys Val Cys 
15 10 15 

<210> 4 
<211> 27 
<2i2> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 



4 





<400> 4 

agggatgggg aacttggaac gctgaat 



27 



<210> 5 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 
<400> 5 

gatctaatcc agcaccccaa aaactgc 27 

<210> 6 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<22 3> Synthetic DNA 



<210> 7 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<22 3> Synthetic DNA 

<400> 7 

ctggttcggc ccagaacttg gaacgctgaa tea 3 3 

<210> 8 

<211> 32 

<212> DNA 

<213> Artificial Sequence 

<220> . 

<223> Synthetic DNA 



<400> 6 

ccatcctaat acgactcact atagggc 



27 



<400> 8 

ctcgctcgcc cactaatacg actcactata gg 



32 



<210> 9 



<211> 20 



<212> DNA 

<213> Artificial Sequence 



5 



<220> 

<223> Synthetic DNA 

<400> 9 
aattaaccct cactaaaggg 

<210>. 10 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<22 3> Synthetic DNA 

<400> 10 
ccagggtttt cccagtcacg ac 

<210> 11 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<22 3> Synthetic DNA 

<400> 11 
actcactata gggctcgagc ggc 

<210> 12 
<211> 17 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 

<400> 12 
aagtctggag acctgct 

<210> 13 
<211> 17 
<212> DNA 

<213> Artificial Sequence 
<220> 

<22 3> Synthetic DNA 

<400> 13 
cagcaggtct ccagact 



<210> 14 




<211> 17 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 

<400> 14 
cgcacccaag gaatgga 

<210> 15 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 

<400> 15 
tgacacctgg ccattcca 

<210> 16 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 

<400> 16 
catcagatgg tagttcat 

<210> 17 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 

<400> 17 
atgctgagcg agagtccata 

<210> 18 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 




17 



18 



18 



7 




<400> 18 
cactaggttt gcggcaactt 

<210> 19 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 

<400> 19 
gctgttggca agcacttaca 

<210> 20 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 

<400> 20 
gatccatcca gatccctgaa 

<210> 21 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 

<400> 21 
cagatcaggg ctgcttcta 

<210> 22 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 
<400> 22 

tccagatctt ttgcggcaac tttctatgac at 

<210> 23 
<211> 33 
<212> DNA 

<213> Artificial Sequence 




20 



20 



20 



19 



8 



<220> 

<223> Synthetic DNA 
<400> 23 

caggtcgact caaacaggca ctaattcagg tac 3 3 

<210> 24 

<211> 1581 

<212> DNA 

<213> Mus musculus 

<220> 
<221> CDS 

<222> (96) . . . (1169) 
<400> 24 

ttccgggctt tgctggagaa tgccttttgc aacacttttc agtagctgcc tggaaacaac 60 
tgcttagtca tcggtagaca tttaaaatat tcaaa atg tat gga gaa tgg gga 113 

Met Tyr Gly Glu Trp Gly 
1 5 

atg ggg aat ate etc atg atg ttc cat gtg tac ttg gtg cag ggc ttc 161 
Met Gly Asn He Leu Met Met Phe His Val Tyr Leu Val Gin Gly Phe 
10 15 20 

a 99 a 9 c 9 aa cat 99 a cca 9 fc 9 aa 9 9 at fctt tct ttfc 9 a 9 c 9 a tca tcc 209 
Arg Ser Glu His Gly Pro Val Lys Asp Phe Ser Phe Glu Arg Ser Ser 
25 30 35 

egg tcc atg ttg gaa cga tct gaa caa cag ate cga gca get tct agt 2 57 

Arg Ser Met Leu Glu Arg Ser Glu Gin Gin He Arg Ala Ala Ser Ser 
40 45 50 

ttg gag gag ttg ctg caa ate gcg cac tct gag gac tgg aag ctg tgg 3 05 

Leu Glu Glu Leu Leu Gin He Ala His Ser Glu Asp Trp Lys Leu Trp 
55 60 65 70 

cga tgc egg ttg aag etc aaa agt ctt gec agt atg gac tca cgc tca 3 53 

Arg Cys Arg Leu Lys Leu Lys Ser Leu Ala Ser Met Asp Ser Arg Ser 
75 80 85 

gca tcc cat cgc tcc ace aga ttt gcg gca act ttc tat gac act gaa 401 
Ala Ser His Arg Ser Thr Arg Phe Ala Ala Thr Phe Tyr Asp Thr Glu 
90 95 100 



aca eta aaa gtt ata gat gaa gaa tgg cag agg ace caa tgc age cct 449 
Thr Leu Lys Val He Asp Glu Glu Trp Gin Arg Thr Gin Cys Ser Pro 
105 110 115 

aga gag aca tgc gta gaa gtc gee agt gag ctg ggg aag aca acc aac 4 97 

Arg Glu Thr Cys Val Glu Val Ala Ser Glu Leu Gly Lys Thr Thr Asn 



9 



120 125 130 

aca ttc ttc aag ccc ccc tgt gta aat gtc ttc egg tgt gga ggc tgc 545 
Thr Phe Phe Lys Pro Pro Cys Val Asn Val Phe Arg Cys Gly Gly Cys 
135 140 145 150 

tgc aac gaa gag ggt gtg atg tgt atg aac aca age acc tec tac ate 5 93 

Cys Asn Glu Glu Gly Val Met Cys Met Asn Thr Ser Thr Ser Tyr lie 
155 160 165 

tec aaa cag etc ttt gag ata tea gtg cct ctg aca tea gtg ccc gag 641 
Ser Lys Gin Leu Phe Glu lie Ser Val Pro Leu Thr Ser Val Pro Glu 
170 175 180 

tta gtg cct gtt aaa att gec aac cat acg ggt tgt aag tgc ttg ccc 689 
Leu Val Pro Val Lys lie Ala Asn His Thr Gly Cys Lys Cys Leu Pro 
185 190 195 

ac 9 99 c ccc C 9 C cat cct tac tca att atc a 9 a a 9 a tcc att ca 9 acc 737 
Thr Gly Pro Arg His Pro Tyr Ser lie lie Arg Arg Ser lie Gin Thr 
200 205 210 

cca gaa gaa gat gaa tgt cct cat tcc aag aaa etc tgt cct att gac 785 
Pro Glu Glu Asp Glu Cys Pro His Ser Lys Lys Leu Cys Pro lie Asp 
215 220 225 230 

a tg ctg tgg gat aac acc aaa tgt aaa tgt gtt ttg caa gac gag act 83 3 

Met Leu Trp Asp Asn Thr Lys Cys Lys Cys Val Leu Gin Asp Glu Thr 
235 240 245 

cca ctg cct ggg aca gaa gac cac tct tac etc cag gaa ccc act etc 881 
Pro Leu Pro Gly Thr Glu Asp His Ser Tyr Leu Gin Glu Pro Thr Leu 
250 255 260 

t9t 99 a cc 9 cac at 9 a cg ttt gat gaa gat cgc tgt gag tgc gtc tgt 92 9 

Cys Gly Pro His Met Thr Phe Asp Glu Asp Arg Cys Glu Cys Val Cys 
265 270 275 

aaa gca cca tgt ccg gga gat etc att cag cac ccg gaa aac tgc agt 977 
Lys Ala Pro Cys Pro Gly Asp Leu lie Gin His Pro Glu Asn Cys Ser 
280 285 290 

tgc ttt gag tgc aaa gaa agt ctg gag age tgc tgc caa aag cac aag 1025 
Cys Phe Glu Cys Lys Glu Ser Leu Glu Ser Cys Cys Gin Lys His Lys 
295 300 305 310 

att ttt cac cca gac acc tgc age tgt gag gac aga tgt cct ttt cac 1073 
lie Phe His Pro Asp Thr Cys Ser Cys Glu Asp Arg Cys Pro Phe His 
315 320 325 

acc aga aca tgt gca agt aga aag cca gee tgt gga aag cac tgg cgc 1121 

10 



# 



Thr Arg Thr Cys Ala Ser Arg Lys Pro Ala Cys Gly Lys His Trp Arg 
330 335 340 

ttt cca aag gag aca agg gcc cag gga etc tac age cag gag aac cct 116 9 

Phe Pro Lys Glu Thr Arg Ala Gin Gly Leu Tyr Ser Gin Glu Asn Pro 
345 350 355 

tgattcaact tcctttcaag tccccccatc tctgtcattt taaacagctc actgetttgt 1229 

caagttgctg tcactgttgc ccactacccc tgcccccccc cccccccgcc tccaggtgtt 1289 

agaaaagttg atttgaccta gtgtcatggt aaagecacat ttccatgcaa tggeggctag 1349 

gtgattcccc agttcactga caaatgactt gtagcttcaa atgtctttgc gccatcanca 1409 

ctcaaaaagg aaggggtctg aagaacccct tgtttgataa ataaaaacag gtgcctgaaa 14 69 

caaaatatta ggtgccactc gattgggtcc ctegggctgg ccaaattcca agggcaatgc 152 9 

tcctgaattt attgtgcccc ttccttaatg eggaatttec ttttgtttga tt 1581 

<210> 25 
<211> 1491 
<212> DNA 
<213> Rat rattus 

<220> 
<221> CDS 

<222> (270) . . . (1247) 
<400> 25 

gccacctctt gattatttgt geagegggaa actttgaaat agttttcatc tctttctccc 60 
atactaagat tgtgtgtggc cgtgggggag tccttgacta actcaagtca tttcattgga 12 0 
ttttgattac aactgatcat gtgatatttt tttccatgta aagttttggg gcttcaaact 180 
ttgcttctgg agaatgeett ttgeaacact tttcagtagc tgcctggaaa caactgetta 240 
gecatcagtg gacatttgaa atattcaaa atg tat gga gag tgg gcc gca gtg 2 93 

Met Tyr Gly Glu Trp Ala Ala Val 
1 5 

aat att etc atg atg tec tat gtg tac ctg gtg cag ggc ttc agt att 341 
Asn lie Leu Met Met Ser Tyr Val Tyr Leu Val Gin Gly Phe Ser lie 
10 15 20 

gaa cac cga gca gtg aag gat gtt tct ctt gag cga tea tec egg tct 3 89 

Glu His Arg Ala Val Lys Asp Val Ser Leu Glu Arg Ser Ser Arg- Ser 
25 30 35 40 

gtg ttg gaa cgt tct gaa caa cag ate cgc gcg get tct act ttg gaa 437 
Val Leu Glu Arg Ser Glu Gin Gin lie Arg Ala Ala Ser Thr Leu Glu 
45 50 55 

gag ttg ctg caa gtc gca cac tct gag gac tgg aag ctg tgg egg tgc 4 85 

Glu Leu Leu Gin Val Ala His Ser Glu Asp Trp Lys Leu Trp Arg Cys 
60 65 70 

egg ttg aag ctt aaa agt ctt gcc aat gtg gac teg cgc tea aca tec 53 3 

Arg Leu Lys Leu Lys Ser Leu Ala Asn Val Asp Ser Arg Ser Thr Ser 



11 



75 80 85 

cat cgc tec acc aga ttt gcg gca act ttc tat gat act gaa aca eta 581 
His Arg Ser Thr Arg Phe Ala Ala Thr Phe Tyr Asp Thr Glu Thr Leu 
90 95 100 

aaa gtt ata gat gaa gaa tgg cag agg acc caa tgc age cct aga gag 629 
Lys Val lie Asp Glu Glu Trp Gin Arg Thr Gin Cys Ser Pro Arg Glu 
105 110 115 120 

aca tgc gta gaa gtc gee agt gag ctg ggg aag aca acc aac aca ttt 677 
Thr Cys Val Glu Val Ala Ser Glu Leu Gly Lys Thr Thr Asn Thr Phe 
125 130 135 

ttc aag ccc cct tgt gta aat gtc ttc egg tgt gga gga tgc tgc aat 725 
Phe Lys Pro Pro Cys Val Asn Val Phe Arg Cys Gly Gly Cys Cys Asn 
140 145 150 

gaa gag age gtg atg tgt atg aac aca age acc tec tac ate tec aaa 773 
Glu Glu Ser Val Met Cys Met Asn Thr Ser Thr Ser Tyr lie Ser Lys 
155 160 165 

cag etc ttt gag ata tea gtg cct ctg aca tea gtg ccc gag tta gtg 821 
Gin Leu Phe Glu lie Ser Val Pro Leu Thr Ser Val Pro Glu Leu Val 
170 175 180 

cct gtt aaa att gee aac cat acg ggt tgt aag tgt ttg ccc acg ggc 869 
Pro Val Lys lie Ala Asn His Thr Gly Cys Lys Cys Leu Pro Thr Gly 
185 190 195 200 

ccc egg cat cct tat tea att ate aga aga tec att cag ate cca gaa 917 
Pro Arg His Pro Tyr Ser lie lie Arg Arg Ser lie Gin lie Pro Glu 
205 210 215 

gaa gat caa tgt cct cat tec aag aaa etc tgt cct gtt gac atg ctg 965 
Glu Asp Gin Cys Pro His Ser Lys Lys Leu Cys Pro Val Asp Met Leu 
220 225 230 

t99 9 at aac acc aaa tgt aaa tgt gtt tta caa gat gag aat cca ctg 1013 
Trp Asp Asn Thr Lys Cys Lys Cys Val Leu Gin Asp Glu Asn Pro Leu 
235 240 245 

cct ggg aca gaa gac cac tct tac etc cag gaa ccc get etc tgt gga 1061 
Pro Gly Thr Glu Asp His Ser Tyr Leu Gin Glu Pro Ala Leu Cys Gly 
250 255 260 

cca cac atg atg ttt gat gaa gat cgc tgc gag tgt gtc tgt aaa gca 1109 
Pro His Met Met Phe Asp Glu Asp Arg Cys Glu Cys Val Cys Lys Ala 
265 270 275 280 

cca tgt cct gga gat etc att cag cac ccg gaa aac tgc agt tgc ttt 1157 
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Pro Cys Pro Gly Asp Leu lie Gin His Pro Glu Asn Cys Ser Cys Phe 
285 290 295 



gaa tgc aaa gaa agt ctg gaa age tgt tgc caa aag cac aag atg ttt 
Glu Cys Lys Glu Ser Leu Glu Ser Cys Cys Gin Lys His Lys Met Phe 
300 305 310 
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cac cct gac acc tgc aga tea atg gtc ttt tea ctg tec cct 
His Pro Asp Thr Cys Arg Ser Met Val Phe Ser Leu Ser Pro 
315 320 325 



1247 



taatttggtt tactggtgac atttaaagga catactaacc tgatttattg gggctctttt 13 07 

ctctcagggc ccaagcacac tcttaaagga acacagacgt ttggcctcta agaaatacat 1367 

ggaagtatta tagagtgatg attaaattgt cttcttgttt caaacagggt ctcatgatta 1427 

cagacccgta ttgccatgcc tgccgtcatg ctatcatgag eggaaaagaa tcactggcat 14 87 



<210> 26 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 

<400> 26 

getgegagtg tgtctgtaaa 2 0 

<210> 27 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<22 3> Synthetic DNA 
<400> 27 

gggtagtggg caacagtgac agcaa 2 5 



ttaa 



1491 
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